al., 2013). In addition differing selective pressures are found at distinct body sites leading 21 to different patterns in microbial community structure and composition (Yatsunenko et Amplicon sequence processing, OTU classification and taxonomic assignment 86 Our dataset and the HMP dataset (http://hmpdacc.org/HMQCP/) were processed using the 87 QIIME v1.8 analysis pipeline (Caporaso et al., 2010b) . For comparative purposes the same 88 number of individuals (N=20) was selected randomly from the HMP dataset. First a random 89 selection of 1000 reads per sample was done using a custom-made script. Sequences were 90 then clustered into Operational Taxonomic Units (OTUs) using the pick_otus.py script with 91 the Uclust method at 97% sequence similarity (Edgar, 2010) . OTU representative 92 sequences were aligned using PyNast algorithm with QIIME default parameters (Caporaso to the one of individuals in the main cities of the US than it is from individuals in the 144 mentioned villages near the Amazonas, which is mainly based on maize and native roots 145 rather than processed food. Our initial findings support this idea that diet is more relevant 146 when defining gut enterotypes than it it is geographic location or ethnics. Nevertheless, the 147 difference in taxa abundances between our dataset and the HMP dataset reflects the 148 differences in cultural traditions in the Argentine and US cities. As regards the buccal 149 mucosa microbiota we observed that Streptococcaceae family was more abundant in the 150 Argentine population while Gemellaceae family was higher in the US individuals (Figure 2,   151 Mann-Withney p<0.05). The abundance of Streptococcaceae family was also higher in the 152 palatine tonsils of argentine individuals. We hypothesize that the differences in the 153 observed oral/pharyngeal profiles may be due to differences in the use of antibiotic 154 treatments in both populations. Long-term impacts in oral microbiota due to antibiotic 155 administration has been reported, moreover antibiotic resistance were observed in these 156 cases (Jakobsson et al., 2010) . Although this is just a hypothesis that needs to be proven our 157 results encourage the idea that the human microbiota ecosystem has multiple states of 158 equilibrium and that these variations are present between and within healthy populations. 159 Then, these multiple states related to different lifestyles, location, ethnics, cultural tradition, Conflict or interest statement 180 The authors declare that they have no conflict of interest. 
